. Evaluation of the (N+)UmKin5-MT cryo-EM reconstructions. A) FSC curve for the overall N+UmKin5-MT reconstruction with resolution estimated to be 4.5 Å by the 0.143 criterion and FSC true curves were calculated according to Chen et al (2013) ; B) Depiction of local resolution estimate in the reconstruction using RELION, which shows the resolution gradient between the MT and the kinesin motor domain; C) View of the tubulin density from the MT lumen, highlighting that the quality of the density in this region of the reconstruction allows differentiation between α-and β-tubulin by the lengths of loop S9-S10 in each monomer, and by density corresponding to paclitaxel bound to β-tubulin, which stabilizes the MTs; D) FSC curve for the overall UmKin5-MT reconstruction with resolution estimated to be 4.3 Å by the 0.143 criterion; E) Depiction of local resolution estimate in the reconstruction using RELION; F) View of the tubulin density from the MT lumen, highlighting differences between α-and β-loops S9-S10, and density corresponding to paclitaxel bound to β-tubulin. Figure S2 . Sequence alignment of UmKin5, Cut7 and human Kif11 kinesin-5 motor domains. Motor domain sequences (UmKin5: Uniprot: A0A0D1DQH0_USTMA; Cut7: Uniprot: P24339; human Kif11: Uniprot: P52732) were aligned using Clustal Omega (Sievers et al., 2011) with sequence conservation depicted below the alignment. Secondary structure elements referenced in the text are annotated (NL, neck linker), and the N-terminus of the UmKin5 construct used in this study is indicated with an arrow.
